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(2 

1 

HM?W*<Z>ttBU 

C»^l] Mlffl&i&mmKOT) 1^0DNA^'J 
tf. 

im&m2) ^M^8 6-9 2Kd aT^Ci 

* £ h £ -r * ift&s i tfi^co d n a # y * 

iff 

m^6] WI»fiiKODlrt*©DNA#'J 

^nsm^sn^DNA. 

a*«5ICffi«anfcDNA&^^"- 

m^^- (pET-po 1) . 

0] 9!*JE8fcffi«3rn*DNAffiiftA» 
SDNA^^^-*ffl^T^H*g*Snfc«ftAWjaB 

IB. 

[at*® i 3 ] g»&^ i o fciBttsnsittisiAi&^ia 
a&*««u (a) 

iMKOD 1 fi^DNA3l?U^7-" tf^m^f-S^ 
i^fKOD 1 A*DNA#'J>t7- if*3BHJ-r £^ 



#S¥7-2 9 8 8 7 9 

2 

ismvmmssasm 

[000 1] 

D l fi*ODNA#»J ;* 7-i£B±rj»#y ^ £ 
[0 0 0 23 

© d n a # y j* ^—t?* j: wflffiwaucaBjfer s 7 r 

(PCR) «CO«tttJtf«%ffiV^|ft|fejtDNAtt«lC» 

nrn*. PCRK^fc^u^n^m^DNA^u^ 

hermus thermophi las) m^t<OD N A^ y ;< ^— *tf<Tth3tf 
y*7— » IHVX- T^T^Xtthermus aqa 
aticus) S*CDDNA#»J ;< 5— if (Taa#y ^ tf) 

[00 03] 

&nTo$iH^DNA#y^7-ific^ ixnt$« 
t^tiMoti^ B tore®, utieow^ 

ftt*39r&ftlgt£M£DNA#y — tt*tft-&££*rc 
nfc. S&fcTnriy*;* - 7y^if^(Pyrococcus fori 
osus) A3fe©i^^{£DNA^y^7"-^(Pfu^y^7— 
-tf, W092/09689, ftH¥5-328969*|gfcffi) % -*-^3*y 
*X • y h^y X (Thermococcus 1 i toralis)*5(5©i^|^ 
^DNA^y^^-if(TIi^y^^-if, #^5^6-7160 

iEJtttliT a g DN A# 'J ^ h e DN A« ij 

3S:l»»6ttDNA3jty^^-if)&Ja*nwfc. 
[0 0 0 4] 

n a^ y x?-if%±m^%®MtmftM!&mm<D 1 a 
[0005] %ttmM*m&f&mmmKOD 

[0 0 0 6] * efc*S5KtaiBSffHtt&JKMKOD 1 
(ODN A#U ^7-«a - Ht-BHi^n&DNAfc 
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[0 0 0 7] ^ti*smttm»m&mmKOD i 

DNA^'J * 7— Ht^»$n&DN A £^ 
^^-tCjfAUfcDNAa^A^^^^-^mV^T^ 

[0 0 0 8 J *%9§ti^£&ttjR(BKOD 1 *iJ3fe<DDN 
A#U ;* 7— Kr^M^n^DN A 
-(C^Ab^DNAfe^%^^^-$ffil^r^a 

e» d n a # u * sam-r ^ t £ -r aseiff 

[0 0 0 9] ^fe^?IWiMlKOD 1 E&3fe<Di 



*WpH«W 
SlpH 



DNACDGC^fi 
[0 0 11] WjftttJnKODlttH ft&ttl /tm 

H¥Wtt»*» & P f u D N A# y * 7— i?£j£B(Pyroc 
occus furiosus) *$J:t/T 1 i (Vent) DNA/SU 
tf*S®(TlieriDOCoccns li toral is) £<Z>^j^§^ 

[0012] *«^©w&ttDNA#y;*7-if£fc? 

(Nucleic Acids Research 1993, vol.21, No. 
2, 259-265) ^^"T 

So 

[0 0 13] *-fj8»«ft«[gmKOD lllc^MDN 
A^r^tC, ±82SSl»L&:/^-f ffi^J#^4 
£5) &JflV>TFCR££&fft>. DNA0rH-&iM2 
It'tl^nfc^fM-CODNA^ («, ffiJ»J#^6) 

>&3&&rrs. '@W£"r*DNA#y*7— tfigfe^^ 

*tfBfM-05*5*5cfc-5-©^:** *#&4'- 7 K b p tcpgjrr 
[0 0 14] HK> ^4-7Kbp©DNA^^ 
'J-SffWU ±fEffl*U0PCRJ8i«nNA»rfi- (#K 

[0 0 15] ^Wfc^T^n-Xbl/fcKOD 1« 



* DN A^ y ^ 7—i?=£3- H-rs^gft^tlfeDNA^^ 

m&&ztitzto&&m*mte*m$&v* (a) 

(b) ^x.^^fi5feo^:$6^6li*^*r-5X^ 

[ooio] *»^ic^iriTiMTrsj^«yi&Jirai©i 

65-100t 

9 5TC 
5-9 
6 

x— 
3 8% 

ODNA^U — fcfjfHirFli 5 0 10J&1 («S7S 
/&1 6 7 0® ^^M^tlT^S 0E£l&4il) . 
^CDDNA^y^^-lf^itlSELfctr^, *^<03g 

tt\z\*M&i&vsgtz$>z> a ona# y ^ 

Mt. Region 1 — 5 #*#£EbTV><2>. ^fc^itfe 

nSEXOl, 2, 3*q»LTlfi*. fiffJSMftJMI 
30 KOD l***©»j»ttDNA#iJ^9- «fc^(0« 
Reg i on 1. 2^|i*«, #4fr££#|#t# 
£EbT*$D, y>»J— ' 7 s >f >^7U-A (OR 

F) OiS3nfc«TJ9^T^5. 
[0 0 1 6] M$fi^t&^®KODl^M^DNA^ 

y ^tf^ (Pyrococcos furiosus) tfj5te£)P f uDNAj}? 
y*^-«ft£r? (»W¥ 5-328969 , fttfl* 

— ^63-/^?X • >J h5U X(Thermococcus iitoralis)* 
&0>T 1 i (Ven t) DNA#U*7— WWff? (» 
40 mW- 6-7160 ^£r$&) tJt«£~r-5<b, *^©KODl 

wom&i L \zuftm&m&ft&T2>&* ±iap f udn 
a # y * ^ - ifoae^fc afrfcE wttqeE-ar, £ & 

Region2 ( 3 #&IJi©KOD 1 |fc<D 

wi»ttDN A#y * 7— tfae : ?i*3©^BaanicD#-&isi 

[0 0 17] *»ffl©*e?-ttiHflFJjSS6MKOD 1 * 
*ODNA#'J h'«DNATSS. ££ 

50 DNAO-mE^l##l^)5:«2tc:|2^nST^y 
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(4) 

5 

5 & D N A te£#J#^ 1 £ fci* 3 JCiEg^ ns&ss^u 
O D 1 *fctfi 3feCD »HM£D N A # »J * ^ - if ^ilT^ 

mmm^ i fc^^nsm^ffi^cD 1 3 7 

4 — 24 5 3 bp, 2 7 0 8 — 4 3 1 6 b p«^ffiE|IJ 
£PCR&^gr£&|r e fcg3fcDB§^ Si^ODN 

d ii*s*odna#'j^7- ifae^****^ ^ 

[0 0 18] *&W\Z&\,*T&m?2>*<#*-^ KO 
D 1 ffi^<DS*^DNA^U^^— ecr>^D-->^ ^ 

^rcS»J^:^X5 H©0ytbr^ 
p U C 1 9 , PBR322, pBluescript, 
PSP73, pGW7, pET3A, pETllC^t* 
ifl&Z* 7r-ytlTH fct^Agtll, AD 
ASH, AZapI I^^75^fen^o *M1K:43^ 

^iltLTH ^tfJM10 9, 101, 
XLl, PRh BL21 (DE3) plysS^ 

a# y y ^-^3- £it£^£±fa^ ^-k* 
[0019] *5£w<»Mfc&i'ei*. ±3BM&z.mimm 

KOD l#*#©*ftE*I&*S&^£&»C!)D 
NA*y^7-«CT^tfpET-8c^5 H 

§tu &m&3str&. T7^n^—^— on^jaaii-f 

[0020] *»9i<o»«ife7?tt, ffiMAffi±nje&« 

(a) &&&«£fflJB£ft&&& fl»U 
fflJa&Mffltt&MlU (b) «^K&&0:?;!tt£&R 



W7-2 988 7 9 

6 

T, M»3««jKU Ji*«fcD*JIMtDNA*U^^- 

[0 0 2 1] C<Z>«fcbTTOUfcfi»*fe}ftaWiKOD 
1«A^a>mi£DNA3H>J^7— t?^>Tfi». &9 
OKDaT^ (i2#D . 

[0 0 2 2] Z.<D®M&DNA#V 

AWfr©««OT*BStiS (^3#TO . 
[0 0 2 3] 

[0 0 24] 

iWIlKOD lttSfofeDNA#U*9— tfjffe^ 

9 5*cic:T^ii^ tt*&niJKLfc. »&n&«r#^& 

«tfelCfi£^a»llftSftJMiKOD l#<&$fe&#DNA£li 
^Ufco Pyrococcus furiosus ^©DNA#'J^7- 

-tf (p f u#'jj«^-if) e>&&mi&T*;mzm\zm 

21©7*7<V- (5 f -GCATTAGTATAGTGCCAATGGAA 
GGCGAC-3' 4 >, 5' -GAGGGCGAAGTrTATTCCGAGCTT 

-3' (^#^5) ££fifebfc 0 i!02i<Dy7^T-& 
ttfflU ^t^WDNASiltlT, PCRS 

[0 0 2 5] PCRifl«DNA»ffHHD*aHEai 

^6) s*fc«u rzsmsM (WK7) ftftseu 

fcflt C©»BDNAK>fr*:/n-:/a:LT. KODl 
«Sfefi#DMAfli!llE»*jfiMWiC^LTlf'1f>yW ^ 

-r^^<o-y--rx^66^c 0*54 -7 Kb P ) . 

tc, ClCO^:^^CODNA©rK"^T77n-xy;U75>f>te(iiX 
U ^775HpBS (Xh^^^— >ttJtt> tcjfX 

-f7 l )—ft>*>* KOD l^65fc(ODNA^tjy^*-if5a 
^^^t*S<h^x^tl^^P->^(E.con JM109/ 
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(5) 

7 

[0 0 2 6] 4££#J2 

^m^®#Lfc^D->tSk E.coli JM109/PBSK0D1 
<fc0^7X^ H> BSKODlfcUPKU %mzM.\*m&WM 

)5^75y^fimMUc. KODm^OTNA 
*>J;*^~ tfftfe^teS 0 1 0 ft: 9. 167 0 

[0 0 2 7] 3£Gsflj3 10 

£E£#!8fc5* (1 3 7 4-24 5 3 bp, 2 7 0 8-4 3 
16bp) $PCRl«^fC<t»)^O^fc. PCR» 

1C. 3*a<0:/^-T*7- <K*J#**8~1 3) 

m: EcoRV, CTfcttM : BamHI) 3WMb3n& 

^fCEcoRV, C^tCB amH I 1M h^ttSK 

*-*-TK*i5tB3M6«^*--. pET-8c<ON 
coi/BamHI^k 5feKAIfflbfc1Hia»*iJ--f 

- (pET-po 1) 

[0 0 2 8] £&ffl|4 
KOD lE*35fcPNA#U*^-ifCD^g|<h^ 
**«3TBt#bfcJft«ita3H^^- (pET-po 

1) *ffl^T^:»B«E.coli JU109)fc#ME*U #6 
nfc®Mfe&#:£TB*§jfe (Molecular Cloning, p.A.2, 40 

1989CBM) -r«*u $kWii%mmizT 7 ^o^- 
u tni&ffiriife&&&. $ei=ii£tnttA^ 

£*JS<fcbfc. ?P«li|»ft3S^»UT»*b, KOD 
[0 0 2 9] 50 
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KOD lajfeWfftttDNAaS'Jjity— tfg>|j|g 
£JM4-7l9&n£KOD 1 AJkijlMtDNA^U ;* ^ 
-WflSSD S - PAGE^I^^T^fctC 
U&8 6-92 kDaT^ (92) . ^Sfi 
094Tf fcKOD 1 S3fe©^itDNA^U>^-*tra: 
KAIOHS • < P C R £|gjg Ufc <h Z. 

?>s U*— *3yjbX • U h^UX(Thermococcns Htora 
lis) ft5(£Oi9ISiSDNA^U^7— -V&mKttia&b. 

RH*fc«ttt-rsDNA»rfr)5«aiaan (03), 

«*5fc5&ttD N A # U ;* 9 — n/to 

[0030] vcMtm i 

^bTP3y^?X * 7U^"»X(Pyrococcus furiosus) 3; 
ifcttU— • U h^UXtthernococcus litora 
lis) &&V>flifmLDNAtfV*7-1f3kfe?£<D&i& 
*fffi<DMffilMMMKOI> 1 SSW)DNA#U^7- 
-ifm&r? GE#»<f.3> . t;Da.>^X'7'J^U-X(P 
yrococcos fnriosus) &^<Oiiff!&&DNA^ , J;*^-- if 
Mfc? 5-328969 ^«) . ^3y*X • 

'J h7<JX (Thermococcas 1 Moral is) &Jk<DW$*t&& 
NA^U^^-if5SfeT 6-7160 WAW ©D 

NAffi^^75/KE^I^U ItttttWUfc. * 
SW©KOD lfib*©DNA#'J^7-1f^ 

i onl-S^l/Wfc. *&N**«tCtt3' — 
5' t^E^-:7T&£>EXO 1, 2, 

3OTWEUTV>jfc. L/*»U dDNA#»J^7-l?ft# 
TOe gipnltRegion 2^>f*9lCti, 
SEE^JIVS-A, I VS-B«t#ftbTlri& (H4# 
fig) o — tfany^x- 7U^1tX(Pyrococcus fu 
riosus) ^CQjH^DNA^ I J^^--tfr^SP f u 

t37*X' f Jh7'JX (Thennococcus litoralis) & 
*<DB«ftDNA* U ;* 5 —tf V ent#»J^7 
— tfett* aDNA3tfJ^7-TOI!Reg I on 
2tRegi on3^, ^SB^J I VSU I VS 

2*«fc&nfc (@4#d . 

[00 3 1] 
[EM* 

K^JS^ 1 

ffi^JcD^^ : 5342 

wmvm : mm <dna) 

E3»J©«i: cDNA 

mm : mfftmmm 

fc£ : KOD 1 

156-5165 P CDS 
1374-2453 3Tfiffl3*l 
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9 10 

2708-4316 ftWRM 

GCTTGAGGGC CTGCGGTTAT GGGACGTTGC AGTTTGCGCC TACTCAMGA TGCCGGTTTT 60 
ATAACGGAGA AAAATGGGGA GCTATTACGA TCTCTCCTTG ATGTGGGGTT TACAATAAAG 120 
CCTGGATTGT TCTACAAGAT TATGGGGGAT GAAAG ATG ATC CTC GAC ACT GAC 173 

Met He Leu Asp Thr Asp 

1 5 

TAC ATA ACC GAG GAT GGA AAG CCT GTC ATA AGA ATT TTC AAG AAG GAA 221 
Tyr He Thr Glu Asp Gly Lys Pro Val lie Arg He Phe Lys Lys Gin 

10 15 20 

AAC GGC GAG TTT AAG ATT GAG TAC GAC CGG ACT TTT GAA CCC TAC TTC 269 
Asd Gly Gin Phe Lys He Glu Tyr Asp Arg Thr Phe Glu fro Tyr Phe 

25 30 35 

TAC GCC CTC CTG AAG GAC GAT TCT GCC ATT GAG GAA GTC AAG AAG ATA 317 
Tyr Ala Lea Leu Lys Asp Asp Ser Ala He Glu Glu Val Lys Lys He 

40 45 50 

ACC GCC GAG AGG CAC GGG ACG GTT GTA ACG GTT AAG CGG GTT GAA AAG 365 
Thr Ala Glu Arg His Gly Thr Val Val Thr Val Lys Arg Val Glu Lys 
55 60 65 70 

GTT CAG AAG AAG TTC CTC GGG AGA CCA GTT GAG GTC TGG AAA CTC TAC 413 
Val Gin Lys Lys Phe Leu Gly Arg Pro Val Glu Val Trp Lys Leu Tyr 

75 80 85 

TTT ACT CAT CCG CAG GAC GTC CCA GCG ATA AGG GAC AAG ATA CGA GAG 461 
Phe Thr His Pro Gin Asp Val Pro Ala lie Arg Asp Lys He Arg Glu 

90 95 100 

CAT GGA GCA GTT ATT GAC ATC TAC GAG TAC GAC ATA CCC TTC GCC AAG 509 
His Gly Ala Val lie Asp He Tyr Glu Tyr Asp lie Pro Phe Ala Lys 

105 110 115 

CCC TAC CTC ATA GAC AAG GGA TTA GTG CCA ATG GAA GGC GAC GAG GAG 557 
Arg Tyr Leu He Asp Lys Gly Leu Val Pro Met Glu Gly Asp Glu Glu 

120 125 130 

CTG AAA ATG CTC GCC TTC GAC ATT CAA ACT CTC TAC CAT GAG GGC GAG 605 
Leu Lys Met Leu Ala Phe Asp lie Gin Thr Leu Tyr His Glu Gly Glu 
135 140 145 150 

GAG TTC GCC GAG GGG CCA ATC CTT ATG ATA AGC TAC GCC GAC GAG GAA 653 
Glu Phe Ala Glu Gly Pro He Leu Met He Ser Tyr Ala Asp Glu Glu 

155 160 165 

GGG GCC AGG GTG ATA ACT TGG AAG AAC GTG GAT CTC CCC TAC GTT GAC 701 
Gly Ala Arg Val He Thr Trp Lys Asn Val Asp Leu Pro Tyr Val Asp 

170 175 180 

GTC GTC TCG ACG GAG AGG GAG ATG ATA AAG CGC TTC CTC CGT GTT GTG 749 
Val Val Ser Thr Glu Arg Glu Met He Lys Arg Phe Leu Arg Val Vai 

185 190 195 

AAG GAG AAA GAC CCG GAC GTT CTC ATA ACC TAC AAC GGC GAC AAC TTC 797 
Lys Glu Lys Asp Pro Asp Val Leu He Thr Tyr Asn Gly Asp Asn Phe 

200 205 210 

GAC TTC GCC TAT CTG AAA AAG CGC TGT GAA AAG CTC GGA ATA AAC TTC 845 
Asp Phe Ala Tyr Leu Lys Lys Arg Cys Glu Lys Leu Gly He Asn Phe 
215 220 225 230 

GCC CTC GGA AGG GAT GGA AGC GAG CCG AAG ATT CAG AGG ATG GGC GAC 893 
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U 12 
Ala Leu Gly Arg Asp Gly Ser Glu Pro Lys I Je Gin Arg Met Gly Asp 

235 240 245 

AGG TTT GCC GTC GAA GTG AAG GGA CGG ATA CAC TTC GAT CTC TAT CCT 941 
Arg Pbe Ala Val Glu Val Lya Gly Arg lie His Phe Asp Leo Tyr Pro 

250 255 260 

GTC ATA AGA CGG ACG ATA AAC CTG CCC ACA TAC ACG CTT GAG GCC GTT 989 
Val lie Arg Arg Thr He Asn Leu Pro Thr Tyr Thr Leu Glu Ala Val 

265 270 275 

TAT GAA GCC GTC TTC GGT CAG CCG AAG GAG AAG GTT TAC GCT GAG GAA 1037 
Tyr Glu Ala Val Phe Gly Gin Pro Lys Glu Lys Val Tyr Ala Glu Glu 

280 285 290 

ATA ACA CCA GCC TGG GAA ACC GGC GAG AAC CTT GAG AGA GTC GCC CGC 1085 
He Thr Pro Ala Trp Glu Thr Gly Glu Asn Leu Glu Arg Val Ala Arg 
295 300 305 310 

TAC TCG ATG GAA GAT GCG AAG GTC ACA TAC GAG CTT GGG AAG GAG TTC 1133 
Tyr Ser Met Glu Asp Ala Lys Val Thr Tyr Glu Leu Gly Lys Glu Phe 

315 320 325 

CTT CCG ATG GAG GCC CAG CTT TCT CGC TTA ATC GGC CAG TCC CTC TGG 1181 
Leu Pro Met Glu Ala Gin Leu Ser Arg Leu He Gly Glu Ser Leu Trp 

330 335 340 

GAC GTC TCC CGC TCC AGC ACT GGC AAC CTC GTT GAG TGG TTC CTC CTC 1229 
Asp Val Ser Arg Ser Ser Thr Gly Asn Leu Val Glu Trp , Phe Leu Leu 

345 350 355 

AGG AAG GCC TAT GAG AGG AAT GAG CTG GCC CCG AAC AAG CCC GAT GAA 1277 
Arg Lys Ala Tyr Glu Arg Asn Glu Leu Ala Pro Asn Lys Pro Asp Glu 

360 365 370 

AAG GAG CTG. GCC AGA AGA CGG CAG AGC TAT GAA GGA GGC TAT GTA AAA 1325 
Lys Glu Leu Ala Arg Arg Arg Gin Ser Tyr Glu Gly Gly Tyr Val Lys 
375 380 385 390 

GAG CCC GAG AGA GGG TTG TGG GAG AAC ATA GTG TAC CTA GAT TTT AGA 1373 
Glu Pro Glu Arg Gly Leu Trp Glu Asn He Val Tyr Leu Asp Phe Arg 

395 400 405 

TGC CAT CCA GCC GAT ACG AAG GTT GTC GTC AAG GGG AAG GGG ATT ATA 1421 
Cys His Pro Ala Asp Thr Lys Val Val Val Lys Gly Lys Gly lie He 

410 415 420 

AAC ATC AGC GAG GTT CAG GAA GGT GAC TAT GTC CTT GGG ATT GAC GGC 1469 
Asn He Ser Glu Val Glo Glu Gly Asp Tyr Val Leu Gly He Asp Gly 

425 430 435 

TGG CAG AGA GTT AGA AAA GTA TGG GAA TAC GAC TAC AAA GGG GAG CTT 1517 
Trp Glu Arg Val Arg Lys Val Trp Glu Tyr Asp Tyr Lys Gly Glu Leu 

440 445 450 

GTA AAC ATA AAC GGG TTA AAG TGT ACG CCC AAT CAT AAG CTT CCC GTT 1565 
Val Asd lie Asn Gly Leu Lys Cys Thr Pro Asn His Lys Leu Pro Val 
455 460 465 470 

GTT ACA AAG AAC GAA CGA CAA ACG AGA ATA AGA GAC ACT CTT GCT AAG 1613 
Val Thr Lys Asn Glu Arg Gin Thr Arg He Arg .Asp Ser Leu Ala Lys 

475 480 485 

TCT TTC CTT ACT AAA AAA GTT AAG GGC AAG ATA ATA ACC ACT CCC CTT 1661 
Ser Phe Leu Thr Lys Lys Val Lys Gly Lys He He Thr Thr Pro Leu 
490 495 500 
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# .14 
TTC TAT GAA ATA GGC AGA GCG ACA ACT GAG AAT ATT CCA GAA GAA GAG 1709 
Phe Tyr Gin He Gly Arg Ala Tlir Ser Gin Asn He Pro Glu Gin Gin 

505 510 515 

GTT CTC AAG GGA GAG CTC GCT GGC ATA CTA TTG GCT GAA GGA ACG CTC 1757 
Val Leu Lys Gly Glu Leu Ala Gly He Leo Leu Ala Glu Gly Thr Leu 

520 525 530 

TTG AGG AAA GAC GTT GAA TAG TTT GAT TCA TCC CGC AAA AAA CGG AGG 1805 
Leu Arg Lys Asp Val Glu Tyr Phe Asp Ser Ser Arg Lys Lys Arg Arg 
535 540 545 550 

ATT TCA CAC CAG TAT CGT GTT GAG ATA ACC ATT GGG AAA GAC GAG GAG 1853 
He Ser His Glu Tyr Arg Val Glu He Thr He Gly Lys Asp Glu Glu 

555 560 565 

GAG TTT AGG GAT CGT ATC ACA TAC ATT TTT GAG CGT TTG TTT GGG ATT 1901 
Glu Phe Arg Asp Arg He Thr Tyr He Phe Glu Arg Leu Phe Gly He 

570 575 580 

ACT CCA AGC ATC TCG GAG AAG AAA GGA ACT AAC GCA GTA ACA CTC AAA 1949 
Thr Pro Ser He Ser Glu Lys Lys Gly Thr Asn Ala Val Thr Leu Lys 

585 590 595 

GTT GCG AAG AAG AAT GTT TAT CTT AAA GTC AAG GAA ATT ATG GAC AAC 1997 
Val Ala Lys Lys Asn Val Tyr Leu Lys Val Lys Glu He Met Asp Asn 

600 605 610 

ATA GAG TCC CTA CAT GCC CCC TCG GTT CTC AGG GGA TTC TTC GAA GGC 2045 
lie Glu Ser Leu His Ala Pro Ser Val Leu Arg Gly Phe Phe Glu Gly 
615 620 625 630 

GAC GGT TCA GTA AAC AGG GTT AGG AGG AGT ATT GTT GCA ACC CAG GCT 2093 
Asp Gly Ser Val Asn Arg Val .Arg Arg Ser He Val Ala Thr Gin Gly 

635 640 645 

ACA AAG AAC GAG TGG AAG ATT AAA CTG GTG TCA AAA CTG CTC TCC CAG 2141 
Thr Lys Asn Glu Trp Lys He Lys Leu Val Ser Lys Leu Leu Ser Gin 

650 655 660 

CTT GGT ATC CCT CAT CAA ACG TAC ACG TAT CAG TAT CAG GAA AAT GGG 2189 
Leu Gly lie Pro His Glu Thr Tyr Thr Tyr Gin Tyr Gin Glu Asn Gly 

665 670 675 

AAA GAT CGG AGC AGG TAT ATA CTG GAG ATA ACT GGA AAG GAC GGA TTG 2237 
Lys Asp Arg Ser Arg Tyr lie Leu Glu He Thr Gly Lys Asp Gly Leu 

680 685 690 

ATA CTG TTC CAA ACA CTC ATT GGA TTC ATC AGT GAA AGA AAG AAC GCT 2285 
He Leu Phe Gin Thr Leu He Gly Phe He Ser Glu Arg Lys Asn Ala 
695 700 705 710 

CTG CTT AAT AAG GCA ATA TCT CAG AGG GAA ATG AAC AAC TTG GAA AAC 2333 
Leu Leu Asn Lys Ala He Ser Gin Arg Glu Met Asn Asn Leo Glu Asn 

715 720 725 

AAT GGA TTT TAC AGG CTC AGT GAA TTC AAT GTC AGC ACG GAA TAC TAT 2381 
Asn Gly Phe Tyr Arg Leu Ser Glu Phe Asn Val Ser Thr Glu Tyr Tyr 

730 735 740 

GAG GGC AAG GTC TAT GAC TTA ACT CTT GAA GGA ACT CCC TAC TAC TTT 2429 
Glu Gly Lys Val Tyr Asp Leu Thr Leu Glu Gly Thr Pro Tyr Tyr Phe 

745 750 755 

GCC AAT GGC ATA TTG ACC CAT AAC TCC CTG TAC CCC TCA ATC ATC ATC 2477 
Ala Asn Gly He Leu Thr His Asn Ser Leu Tyr Pro Ser lie lie He 
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15 16 
760 765 770 

ACC CAC AAC GTC TCG CCG GAT ACG CTC AAC AGA GAA GGA TGC AAG GAA 2525 
Thr His Asa Val Ser Pro Asp Thr Leu Asn Arg G1d Gly Cys Lys Gin 
775 780 785 790 

TAT GAC GTT GCC CCA CAG GTC GGC CAC CGC TTC TGC AAG GAC TTC CCA 2573 
Tyr Asp Va! Ala Pro Gin VaJ Gly His Arg Pbe Cys Lys Asp Pbe Pro 

795 800 805 

GGA TTT ATC CCG AGC CTG CTT GGA GAC CTC CTA GAG GAG AGG CAG AAG 2621 
Gly Pbe lie Pro Ser Leu Leo Gly Asp Lea Leo Glo Glu Arg Glo Lys 

810 815 820 

ATA AAG AAG AAG ATG AAG GCC ACG ATT GAC CCG ATC GAG AGG AAG CTC 2669 
lie Lys Lys Lys Met Lys Ala Thr lie Asp Pro lie Glu Arg Lys Leu 

825 830 835 

CTC GAT TAC AGG CAG AGG GCC ATC AAG ATC CTG GCA AAC AGC ATC CTA 2717 
Leu Asp Tyr Arg Gin Arg Ala He Lys lie Leo Ala Asn Ser lie Lea 

840 845 850 

CCC GAG GAA TGG CTT CCA GTC CTC GAG GAA GGG GAG GTT CAC TTC GTC 2765 
Pro Glo Glu Trp Leu Pro Va) Leu Glu Glu Gly Glu Val His Phe Val 
855 860 865 870 

AGG ATT GGA GAG CTC ATA GAC CGG ATG ATG GAG GAA AAT GCT GGG AAA 2813 
Arg lie Gly Glu Leu lie Asp Arg Met Met Glu Glu Asn Ala Gly Lys 

875 880 885 

GTA AAG AGA GAG GGC GAG ACG GAA GTG CTT GAG GTC ACT GGG CTT GAA 2861 
Vat Lys Arg Glu Gly Glu Thr Glu Val Leu Glu Va) Ser Gly Leu Glu 

890 895 900 

GTC CCG TCC TTT AAC AGG AGA ACT AAC AAG GCC GAG CTC AAG AGA GTA 2909 
Val Pro Ser Phe Asn Arg Arg Thr Asn Lys Ala Glu Leu Lys Arg Val 

905 910 915 

AAG GCC CTG ATT AGG CAC GAT TAT TCT GGC AAG GTC TAC ACC ATC AGA 2957 
Lys Ala Leu He Arg His Asp Tyr Ser Gly Lys Val Tyr Thr He Arg 

920 925 930 

CTG AAG TCG GGG AGG AGA ATA AAG ATA ACC TCT GGC CAC AGC CTC TTC 3005 
Leu Lys Ser Gly Arg Arg lie Lys He Thr Ser Gly His Ser Leu Phe 
935 940 945 950 

TCT GTG AGA AAC GGG GAG CTC GTT GAA GTT ACG GGC GAT GAA CTA AAG 3053 
Ser Val Arg Asn Gly Glu Leu Val Glu Val Thr Gly Asp Glu Leu Lys 

955 960 965 

CCA GGT GAC CTC GTT GCA GTC CCG CCG AGA TTG GAG CTT CCT GAG AGA 3101 
Pro Gly Asp Leu Val Ala Val Pro Arg Arg Leu Glu Leu Pro Glu Arg 

970 975 980 

AAC CAC GTG CTG AAC CTC GTT GAA CTG CTC CTT GGA ACG CCA GAA GAA 3149 
Asn His Val Leu Asn Leu Val Glu Leu Leu Leu Gly Thr Pro Glu Glu 

985 990 995 

GAA ACT TTG GAC ATC GTC ATG ACG ATC CCA GTC AAG GGT AAG AAG AAC 3197 
Glu Thr Leu Asp lie Val Met Thr He Pro Val Lys Gly Lys Lys Asn 

1000 1005 1010 

TTC TTT AAA GGG ATG CTC AGG ACT TTG CGC TGG ATT TTC GGA GAG GAA 3245 
Phe Phe Lys Gly Met Leu Arg Thr Leu Arg Trp He Phe Gly Glu Glu 
1015 1020 1025 1030 

AAG AGG CCC AGA ACC GCG AGA CGC TAT CTC AGG CAC CTT GAG GAT CTG 3293 
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Lys Arg Pro Arg Tlir Ala Arg Arg Tyr Leo Arg His Leu Glu Asp Leu 

1035 1040 1045 

GGC TAT GTC CGG CTT AAG AAG ATC GGC TAC GAA GTC CTC GAC TGG GAC 3341 
Gly Tyr Val Arg Leu Lys Lys He Gly Tyr Glu Val Leu Asp Trp Asp 

1050 1055 1060 

TCA CTT AAG AAC TAC AGA AGG CTC TAC GAG GCG CTT GTC GAG AAC GTC 3389 
Ser Leu Lys Asn Tyr Arg Arg Leu Tyr Glu Ala Leu Val Glu Asn Val 

1065 1070 1075 

AGA TAC AAC GGC AAC AAG AGG GAG TAC CTC GTT GAA TTC AAT TCC ATC 3437 
Arg Tyr Asn Gly Asn Lys Arg Glu Tyr Leu Val Glu Phe Asn Ser He 

1080 1085 1090 

CGG GAT GCA GTT GGC ATA ATG CCC CTA AAA GAG CTG AAG GAG TGG AAG 3485 
Arg Asp Ala Val Gly He Met Pro Leu Lys Glu Leu Lys Glu Trp Lys 
1095 1100 1105 1110 

ATC GGC ACG CTG AAC GGC TTC AGA ATG AGA AAG CTC ATT GAA GTG GAC 3533 
He Gly Thr Leu Asn Gly Phe .Arg Met Arg Lys Leu He Glu Val Asp 

1115 1120 1125 

GAG TCG TTA GCA AAG CTC CTC GGC TAC TAC GTG AGC GAG GGC TAT GCA 3581 
Glu Ser Leu Ala Lys Leu Leu Gly Tyr Tyr Val Ser Glu Gly Tyr Ala 

1130 1135 1140 

AGA AAG GAG AGG AAT CCC AAA AAC GGC TGG AGC TAC AGC GTG AAG CTC 3629 
Arg Lys Gin Arg Asn Pro Lys Asn Gly Trp Ser Tyr Ser Val Lys Leu 

1145 1150 1155 

TAC AAC GAA GAC CCT GAA GTG CTG GAC GAT ATG GAG AGA CTC GCC AGC 3677 
Tyr Asn Glu Asp Pro Glu Val Leu Asp Asp Met Glu Arg Leu Ala Ser 

1160 1165 1170 

AGG TTT TTC GGG AAG GTG AGG CGG GGC AGG AAC TAC GTT GAG ATA CCG 3725 
Arg Phe Phe Gly Lys Val Arg Arg Gly Arg Asn Tyr Val Glu He Pro 
1175 1180 1185 1190 

AAG AAG ATC GGC TAC CTG CTC TTT GAG AAC ATG TGC GGT GTC CTA GCG 3773 
Lys Lys He Gly Tyr Leu Leu Phe Glu Aso Met Cys Gly Val Leu Ala 

1195 1200 1205 

GAG AAC AAG AGG ATT CCC GAG TTC GTC TTC ACG TCC CCG AAA GGG GTT 3821 
Glu Asn Lys Arg He Pro Glu Phe Val Phe Thr Ser Pro Lys Gly Val 

1210 1215 1220 

CGG CTG GCC TTC CTT GAG GGG TAC TCA TCG GCG ATG GCG ACG TCC ACC 3869 
Arg Leu Ala Phe Leu Glu Gly Tyr Ser Ser Ala Met Ala Thr Ser Thr 

1225 1230 1235 

GAA CAA GAG ACT CAG GCT CTC AAC GAA AAG CGA GCT TTA GCG AAC CAG 3917 
Glu Gin Glu Thr Gin Ala Leu Asn Glu Lys Arg Ala Leu Ala Asn Gin 

1240 1245 1250 

CTC GTC CTC CTC TTG AAC TCG GTG GGG GTC TCT GCT GTA AAA CTT GGG 3965 
Leu Val Leu Leu leu Asn Ser Val Gly Val Ser Ala Val Lys Leu Gly 
1255 1260 1265 1270 

CAC GAC AGC GGC GTT TAC AGG GTC TAT ATA AAC GAG GAG CTC CCG TTC 4013 
His Asp Ser Gly Val Tyr Arg Val Tyr He Asn Glu Glu Leu Pro Phe 

1275 1280 1285 

GTA AAG CTG GAC AAG AAA AAG AAC GCC TAC TAC TCA CAC GTG ATC CCC 4061 
Val Lys Leu Asp Lys Lys Lys Asn Ala Tyr Tyr Ser His Val He Pro 
1290 1295 1300 
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AAG GAA GTC CTG AGC GAG GTC TTT GGG AAG GTT TTC CAG AAA AAC GTC 4109 
Lys Glo Val Leu Ser Glo Val Phe Gly Lys Va! Phe Gin Lys Asd Val 

1305 1310 1315 

ACT CCT CAG ACC TTC AGG AAG ATG GTC GAG GAC GGA AGA CTC GAT CCC 4157 
Ser Pro Gin Thr Phe Arg Lys Met Val Glu Asp Gly Arg Lea Asp Pro 

1320 1325 1330 

GAA AAG GCC CAG AGG CTC TCC TGG CTC ATT GAG GGG GAC GTA GTG CTC 4205 
Glu Lys Ala Gin Arg Leu Ser Trp Leu lie Glo GJy Asp Val Val Leu 
1335 1340 1345 1350 

GAC CGC GTT GAG TCC GTT GAT GTG GAA GAC TAC GAT GGT TAT GTC TAT 4253 
Asp Arg Val Glu Ser Val Asp Val Glu Asp Tyr Asp Gly Tyr Val Tyr 

1355 1360 1365 

GAC CTG AGC GTC GAG GAC AAC GAG AAC TTC CTC GTT GCC TTT GGG TTG 4301 
Asp Leu Ser Val Glu Asp Asd Glu Asn Phe Leu Val Gly Pbe Gly Leu 

1370 1375 1380 

GTC TAT GCT CAC AAC AGC TAC TAC GGT TAC TAC GGC TAT GCA AGG GCG 4349 
Val Tyr Ala His Asn Ser Tyr Tyr Gly Tyr Tyr Gly Tyr Ala Arg Ala 

1385 1390 1395 

CGC TGG TAC TGC AAG GAG TGT GCA GAG AGC GTA ACG GCC TGG GGA AGG 4397 
Arg Trp Tyr Cys Lys Glu Cys Ala Glu Ser Val Thr Ala Trp Gly Arg 

1400 1405 1410 

GAG TAC ATA ACG ATG ACC ATC AAG GAG ATA GAG GAA AAG TAC GGC TTT 4445 
Glu Tyr He Thr Met Thr He Lys Glu He Glu Glu Lys Tyr Gly Phe 
1415 1420 1425 1430 

AAG GTA ATC TAC AGC GAC ACC GAC GGA TTT TTT GCC ACA ATA CCT GGA 4493 
Lys Val lie Tyr Ser Asp Thr Asp Gly Phe Phe AJa Thr lie Pro Gly 

1435 1440 1445 

GCC GAT GCT GAA ACC GTC AAA AAG AAG GCT ATG GAG TTC CTC AAC TAT 4541 
Ala Asp Ala Glu Thr Val Lys Lys Lys Ala Met Glu Phe Leu Asd Tyr 

1450 1455 1460 

ATC AAC GCC AAA CTT CCG GGC GCG CTT GAG CTC GAG TAC GAG GGC TTC 4589 
lie Asa Ala Lys Leu Pro Gly Ala Leu Glu Leu Glu Tyr Glu Gly Phe 

1465 1470 1475 

TAC AAA CGC GGC TTC TTC GTC ACG AAG AAG AAG TAT GCG GTG ATA GAC 4637 
Tyr Lys Arg Gly Phe Phe Val Thr Lys Lys Lys Tyr Ala Val lie Asp 

1480 1485 1490 

GAG GAA GGC AAG ATA ACA ACG CGC GGA CTT GAG ATT GTG AGG CGT GAC 4685 
Glu Glu Gly Lys He Thr Thr Arg Gly Leu Glu He Val Arg Arg Asp 
1495 1500 1505 1510 

TGG AGC GAG ATA GCG AAA GAG ACG CAG GCG AGG GTT CTT GAA GCT TTG 4733 
Trp Ser Glu He Ala Lys Gin Thr Gin Ala Arg Val Leu Glu Ala Leu 

1515 1520 1525 

CTA AAG GAC GGT GAC GTC GAG AAG GCC GTG AGG ATA GTC AAA GAA GTT 4781 
Leu Lys Asp Gly Asp Val Glu Lys Ala Val Arg He Val Lys Giu Val 

1530 1535 1540 

ACC GAA AAG CTG AGC AAG TAC GAG GTT CCG CCG GAG AAG CTG GTG ATC 4829 
Thr Glu Lys Leo Ser Lys Tyr Glu Val Pro Pro Glu Lys Leu Val He 

1545 1550 1555 

CAC GAG CAG ATA ACG AGG GAT TTA AAG GAC TAC AAG GCA ACC GGT CCC 4877 
His Glu Gin He Thr Arg Asp Leu Lys Asp Tyr Lys Ala Thr Gly Pro 
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1560 1565 1570 

CAC GTT GCC GTT GCC AAG AGG TTG GCC GCG AGA GGA GTC AAA ATA CGC 4925 
His Val Ala Val Ala Lys Arg Leu Ala Ala Arg Gly Val Lys He Arg 
1575 1580 1585 1590 

CCT GGA ACG GTG ATA AGC TAC ATC GTG CTC AAG GGC TCT GGG AGG ATA 4973 
Pro Gly Thr Val He Ser Tyr He Val Leu Lys Gly Ser Gly Arg He 

1595 1600 1605 

GGC GAC AGG GCG ATA CCG TTC GAC GAG TTC GAC CCG ACG AAG CAC AAG 5021 
Gly Asp Arg Ala He Pro Phe Asp Giu Phe Asp Pro Thr Lys His Lys 

1610 1615 1620 

TAC GAC GCC GAG TAC TAC ATT GAG AAC CAG GTT CTC CCA GCC GTT GAG 5069 
Tyr Asp Ala Glu Tyr Tyr He Glu Asn Gin Val Leu Pro Ala Val Glu 

1625 1630 1635 

AGA ATT CTG AGA GCC TTC GGT TAC CGC AAG GAA GAC CTG CGC TAC CAG 5117 
Arg He Leu Arg Aia Phe Gly Tyr Arg Lys Glu Asp Leu Arg Tyr Glu 

1640 1645 1650 

AAG ACG AGA CAG GTT GGT TTG AGT GCT TGG CTG AAG CCG AAG GGA ACT 5165 
Lys Thr Arg Gin Val Gly Leu Ser Ala Trp Leu Lys Pro Lys Gly Thr 
1655 1660 1665 1670 

TGACCTTTCC ATTTGTTTTC CAGCGGATAA CCCTTTAACT TCCCTTTCAA AAACTCCCT 5225 
TAGGGAAAGA CCATGAAGAT AGAAATCCGG CGGCGCCCGG TTAAATACGC TAGGATAGA 5285 
GTGAAGCCAG ACGGCAGGGT AGTCGTCACT GCCCCGAGGG TTCAACGTTG AGAAGTT 5342 
COO 3 2] gd£J#*2 h^a^-:mmik 
m&KD&Z : 774 BftjaffiB : ?>K&m 

mm&m : r^/rn 

mn 

Met He Leu Asp Thr Asp Tyr He Thr Glu Asp Gly Lys Pro Val He 

15 10 15 

Arg lie Phe Lys Lys Glu Asn Gly Glu Phe Lys He Glu Tyr Asp Arg 

20 25 30 

Thr Phe Glu Pro Tyr Phe Tyr Ala Leu Leu Lys Asp Asp Ser Ala He 

35 40 45 

Glu Glu Val Lys Lys He Thr Ala Glu Arg His Gly Thr Val Val Thr 

50 55 60 

Val Lys Arg Val Glu Lys Val Gin Lys Lys Phe Leu Gly Arg Pro Val 
65 70 75 80 

Glu Val Trp Lys Leu Tyr Phe Thr His Pro Gin Asp Val Pro Ala He 

85 90 95 

Arg Asp Lys He Arg Glu His Gly Ala Val He Asp He Tyr Glu Tyr 

100 105 110 

Asp lie Pro Phe Ala Lys Arg Tyr Leu He Asp Lys Gly Leu Val Pro 

115 120 125 

Met Glu Gly Asp Glu Glu Leu Lys Met Leu Ala Phe Asp He Gin Thr 

130 135 140 

Leu Tyr His Glu Gly Glu Glu Phe Ala Glu Gly Pro He Leu Met He 
145 150 155 160 

Ser Tyr Ala Asp Glu Glu Gly Ala Arg Val He Thr Trp Lys Asn Val 

165 170 175 

Asp Leu Pro Tyr Val Asp Val Val Ser Tbr Glu Arg Glu Met He Lys 
180 185 190 
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Arg Phe Leu Arg Val Val Lys Glu Lys Asp Pro Asp Val Leu lie Thr 

195 200 205 

Tyr Asn Gly Asp Asn Phe Asp Phe Ala Tyr Leu Lys Lys Arg Cys Glo 

210 215 220 

Lys Leo Gly lie Asn Phe Ala Leu Gly Arg Asp Gly Ser Glu Pro Lys 
225 230 235 240 

He Gin Arg Met Gly Asp Arg Phe Ala Val Glu Val Lys Gly Arg He 

245 250 255 

His Phe Asp Leo Tyr Pro Val He Arg Arg Thr lie Asn Leu Pro Thr 

260 265 270 

Tyr Thr Leu Glu Ala Val Tyr Glu Ala Val Phe Gly Gin Pro Lys Glu 

275 280 285 

Lys Vat Tyr Ala Glu Glu He Thr Pro Ala Trp Glo Thr Gly Glu Asn 

290 295 300 

Leu Glu Arg Val Ala Arg Tyr Ser Met Glu Asp Ala Lys Val Thr Tyr 
305 310 315 320 

Glu Lea Gly Lys Glu Phe Leo Pro Met Glu Ala Gin Leu Ser Arg Leo 

325 330 335 

lie Gly Gin Ser Leu Trp Asp Val Ser Arg Ser Ser Thr Gly Asn Leu 

340 345 350 

Val Glu Trp Phe Leu Leu Arg Lys Ala Tyr Glo Arg Asn Glo Leu Ala 

355 360 365 

Pro Asn Lys Pro Asp Glu Lys Glu Leu Ala Arg Arg Arg Glo Ser Tyr 

370 375 380 

Glu Gly Gly Tyr Val Lys Glu Pro Glu Arg Gly Leo Trp Glu Asn He 
385 390 395 400 

Val Tyr Leu Asp Phe Arg Ser Leu Tyr Pro Ser He He He Thr His 

405 410 415 

Asn Val Ser Pro Asp Thr Leo Asn Arg Glu Gly Cys Lys Glo Tyr Asp 

420 425 430 

Val Ala Pro Gin Val Gly His Arg Phe Cys Lys Asp Phe Pro Gly Phe 

435 440 445 

He Pro Ser Leu Leu Gly Asp Leu Leu Glu Glu Arg Gin Lys He Lys 

450 455 460 

Lys Lys Met Lys Ala Thr He Asp Pro lie Glu Arg Lys Leu Leu Asp 
465 470 475 480 

Tyr Arg Gin Arg Ala He Lys He Leu Ala Asn Ser Tyr Tyr Gly Tyr 

485 490 495 

Tyr Gly Tyr Ala Arg Ala Arg Trp Tyr Cys Lys Glu Cys Ala Glu Ser 

500 505 510 

Val Thr Ala Trp Gly Arg Glu Tyr lie Thr Met Thr He Lys Glu He 

515 520 525 

Glu Glu Lys Tyr Gly Phe Lys Val He Tyr Ser Asp Thr Asp Gly Phe 

530 535 540 

Phe Ala Thr lie Pro Gly Ala Asp Ala Glu Thr Val Lys Lys Lys Ala 
515 550 555 560 

Met Glu Phe Leu Asn Tyr He Asn Ala Lys Leu Pro Gly Ala Leu Glu 

565 570 575 

Leu Glu Tyr Glu Gly Phe Tyr Lys Arg Gly Phe Phe Val Thr Lys Lys 
580 585 590 
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Lys Tyr Ala Val He Asp Glu Glu Gly Lys He Thr Thr Arg G]y Leu 

595 600 605 

Glu He Val Arg Arg Asp Trp Ser Glu He Ala Lys Glu Thr Gin Ala 

610 615 620 

Arg Val Leu Glu Ala Lep Leu Lys Asp Gly Asp Val Glu Lys Ala Val 
625 630 635 640 

Arg He Val Lys Glu Val Thr Glu Lys Leu Ser Lys Tyr Glu Val Pro 

645 650 655 

Pro Glu Lys Leu Val He His Glu Gin He Thr Arg Asp Leo Lys Asp 

660 665 670 

Tyr Lys Ala Thr Gly Pro His Val Ala Val Ala Lys Arg Leo Ala Ala 

675 680 685 

Arg Gly Val Lys He Arg Pro Gly Thr Val He Ser Tyr He Val Leo 

690 695 700 

Lys Gly Ser Gly Arg He Gly Asp Arg Ala lie Pro Phe Asp Glu Phe 
705 710 715 720 

Asp Pro Thr Lys His Lys Tyr Asp Ala Glo Tyr Tyr He Glu Asn Gin 

725 730 735 

Val Leu Pro Ala Val Glu Arg He Leu Arg Ala Phe Gly Tyr Arg Lys 

740 745 750 

Glu Asp Leu Arg Tyr Glo Lys Thr Arg Glu Val Gly Leu Ser Ala Trp 

755 760 765 

Leu Lys Pro Lys Gly Thr 
770 

[oo3 3] ia^j#-^3 hD^- : mmz. 

m#\e>m*Z : 5342 BM&Wm : c DNA 

to* (d n a) jgjg : m&ms&mn 

2** #£:KODl 

'mm 

GCTTGAGGGC CTGCGGTTAT GGGACGTTGC AGTTTGCGCC TACTCAAAGA TGCCGGTTTT 60 
ATAACGGAGA AAAATGGGGA GCTATTACGA TCTCTCCTTG ATGTGGGGTT TACAATAAAG 120 
CCTGGATTGT TCTACAAGAT TATGGGGGAT GAAAGATGAT CCTCGACACT GACTACATAA 180 
CCGAGGATGG AAAGCCTGTC ATAAGAATTT TCAAGAAGGA AAACGGCGAG TTTAAGATTG 240 
AGTACGACCG GACTTTTGAA CCCTACTTCT ACGCCCTCCT GAAGGACGAT TCTGCCATTG 300 
AGGAAGTCAA GAAGATAACC GCCGAGAGGC ACGGGACGGT TGTAACGGTT AAGCGGGTTG 360 
AAAAGGTTCA GAAGAAGTTC CTCGGGAGAC CAGTTGAGGT CTGGAAACTC TACTTTACTC 420 
ATCCGCAGGA CGTCCCAGCG ATAAGGGACA AGATACGAGA GCATGGAGCA GTTATTGACA 480 
TCTACGAGTA CGACATACCC TTCGCCAAGC GCTACCTCAT AGACAAGGGA TTAGTGCCAA 540 
TGGAAGGCGA CGAGGAGCTG AAAATGCTCG CCTTCGACAT TCAAACTCTC TACCATGAGG 600 
GCGAGGAGTT CGCCGAGGGG CCAATCCTTA TGATAAGCTA CGCCGACGAG GAAGGGGCCA 660 
GGGTGATAAC TTGGAAGAAC GTGGATCTCC CCTACGTTGA CGTCGTCTCG ACGGAGAGGG 720 
AGATGATAAA GCGCTTCCTC CGTGTTGTGA AGGAGAAAGA CCCGGACGTT CTCATAACCT 780 
ACAACGGCGA CAACTTCGAC TTCGCCTATC TGAAAAAGCG CTGTGAAAAG CTCGGAATAA 840 
ACTTCGCCCT CGGAAGGGAT GGAAGCGAGC CGAAGATTCA GAGGATGGGC GACAGGTTTG 900 
CCGTCGAAGT GAAGGGACGG ATACACTTCG ATCTCTATCC TGTGATAAGA CGGACGATAA 960 
ACCTGCCCAC ATACACGCTT GAGGCCGTTT ATGAAGCCGT CTTCGGTCAG CCGAAGGAGA 1020 
AGGTTTACGC TGAGGAAATA ACACCAGCCT GGGAAACCGG CGAGAACCTT GAGAGAGTCG 1080 
CCCGCTACTC GATGGAAGAT GCGAAGGTCA CATACGAGCT TGGGAAGGAG TTCCTTCCGA 1140 
TGGAGGCCCA GCTTTCTCGC TTAATCGGCC AGTCCCTCTG GGACGTCTCC CGCTCCAGCA 1200 
CTGGCAACCT CGTTGAGTGG TTCCTCCTCA GGAAGGCCCT ATGAGAGGAA TGAGCTGGCC 1260 
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CCGAACAAGC CCGATGAAAA GGAGCTGGCC AGAAGACGGC 
GTAAAAGAGC CCGAGAGAGG GTTGTGGGAG AACATAGTGT 
CCAGCCGATA CGAAGGTTGT CGTCAAGGGG AAGGGGATTA 
GAAGGTGACT ATGTCCTTGG GATTGACGGC TGGCAGAGAG 
GACTACAAAG GGGAGCTTGT AAACATAAAC GGGTTAAAGT 
CCCGTTGTTA CAAAGAACGA ACGACAAACG AGAATAAGAC 
CTTACTAAAA AAGTTAAGGG CAAGATAATA ACCACTCCCC 
GCGACAAGTG AGAATATTCC AGAAGAAGAG CTTCTCAAGG 
TTGGCTGAAG GAACGCTCTT GAGGAAAGAC GTTGAATACT 
CGGAGGATTT CACACCAGTA TCGTGTTGAG ATAACCATTG 
AGGGATCGTA TCACATACAT TTTTGAGCGT TTGTTTGGGA 
AAGAAAGGAA CTAACGCAGT AACACTCAAA GTTGCGAAGA 
AAGGAAATTA TGGACAACAT AGAGTCCCTA CATGCCCCCT 
GAAGGCGACG GTTCAGTAAA CAGGTTAGGA GGAGTATTG7 
ACGAGTGGAA GATTAAACTG GTGTCAAAAC TGCTCTCCCA 
CCTACACGTA TCAGTATCAG GAAAATGGGA AAGATCGGAG 
CTGGAAAGGA CGGATTGATA CTGTTCCAAA CACTCATTGG 
ACGCTCTGCT TAATAAGGCA ATATCTCAGA CGGAAATGAA 
TTTACAGGCT CAGTGAATTC AATGTCAGCA CGGAATACTA 
TAACTCTTGA AGGAACTCCC TACTTTGCCA ATGGCATATT 
CCTCAATCAT CATCACCCAC AACGTCTCGC CGGATACGCT 
AATATGACGT TGCCCCACAG GTCGGCCACC GCTTCTGCAA 
CGAGCCTGCT TGGAGACCTC CTAGAGGAGA GGCAGAAGAT 
CGATTGACCC GATCGAGAGG AAGCTCCTCG ATTACAGGCA 
CAAACAGCAT CCTACCCGAG GAATGGCTTC CAGTCCTCGA 
TCAGGATTGG AGAGCTCATA GACCGGATGA TGGAGGAAAA 
AGGGCGAGAC GGAAGTGCTT GAGGTCAGTG GGCTTGAAGT 
CTAACAAGGC CGAGCTCAAG AGAGTAAAGG CCCTGATTAG 
TCTACACCAT CAGACTGAAG TCGGGGAGGA GAATAAAGAT 
TCTCTGTGAG AAACGGGGAG CTCGTTGAAG TTACGGGCGA 
TCGTTGCAGT CCCGCGGAGA TTGGAGCTTC CTGAGAGAAA 
AACTGCTCCT TGGAACGCCA GAAGAAGAAA CTTTGGACAT 
AGGGTAAGAA GAACTTCTTT AAAGGGATGC TCAGGACTTT 
AAAAGAGGCC CAGAACCGCG AGACGCTATC TCAGGCACCT 
GGCTTAAGAA GATCGGCTAC GAAGTCCTCG ACTGGGACTC 
TCTACGAGGC GCTTGTCGAG AACGTCAGAT ACAACGGCAA 
AATTCAATTC CATCCGGGAT GCAGTTGGCA TAATGCCCCT 
AGATCGGCAC GCTGAACGGC TTCAGAATGA GAAAGCTCAT 
CAAAGCTCCT CGGCTACTAC GTGAGCGAGG GCTATGCAAG 
ACGGCTGGAG CTACAGCGTG AAGCTCTACA ACGAAGACCC 
AGAGACTCGC CAGCAGGTTT TTCGGGAAGG TGAGGCGGGG 
CGAAGAAGAT CGGCTACCTG CTCTTTGAGA ACATGTGCGG 
GGATTCCCGA GTTCGTCTTC ACGTCCCCGA AAGGGGTTCG, 
ACTCATCGGC GATGGCGACG TCCACCGAAC AAGAGACTCA 
CTTTAGCGAA CCAGCTCGTC CTCCTCTTGA ACTCGGTGGG 
GGCACGACAG CGGCGTTTAC AGGGTCTATA TAAACGAGGA 
ACAAGAAAAA GAACGCCTAC TACTCACACG TGATCCCCAA 
TTGGGAAGGT TTTCCAGAAA AACGTCAGTC CTCAGACCTT 
GAAGACTCGA TCCCGAAAAG GCCCAGAGGC TCTCCTGGCT 
TCGACCGCGT TGAGTCCGTT GATGTGGAAG ACTACGATGG 
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AGAGCTATGA 


AGGAGGCTAT 1320 


ACCTAGATTT 


TAGATGCCAT 1380 


TAAACATCAG 


CGAGGTTCAG 1440 


TTAGAAAAGT 


ATGGGAATAC 1500 


GTACGCCCAA 


TCATAAGCTT 1560 


ACAGTCTTGC 


TAAGTCTTTC 1620 


TTTTCTArGA 


AATAGGCAGA, 1680 


GAGAGCTCGC 


TGGCATAGTA, 1740 


TTGATTCATC 


CCGCAAAAAA 


1800 


GGAAAGACGA 


GGAGGAGTTT 


1860 


TTACTCCAAG 


CATCTCGGAG 


1920 


AGAATGTTTA 


TCTTAAAGTC 


1980 


CGGTTCTCAG 


GGGATTCTTC 


2040 


TGCAACCCAG 


GGTACAAAGA 


2100 


GCTTGGTATC 


CCTCATCAAA 


2160 


CAGGTATATA 


CTGGAGATAA 


2220 


ATTCATCAGT 


GAAAGAAAGA 


2280 


CAACTTGGAA 


AACAATGGAT 


2340 


TGAGGGCAAG 


GTCTATGACT 


2400 


GACCCATAAC 


TCCCTGTACC 


2460 


CAACAGAGAA 


GGATGCAAGG 


2520 


GGACTTCCCA 


GGATTTATCC 


2580 


AAAGAAGAAG 


ATGAAGGCCA 


2640 


GAGGGCCATC 


AAGATCCTGG 


2700 


GGAAGGGGAG 


GTTCACTTCG 


2760 


TGCTGGGAAA 


GTAAAGAGAG 


2820 


CCCGTCCTTT 


AACAGGAGAA 


2880 


GCACGATTAT 


TCTGGCAAGG 


2940 


AACCTCTGGC 


CACAGCCTCT 


3000 


TGAACTAAAG 


CCAGGTGACC 


3060 


CCACGTGCTG 


AACCTCGTTG 


3120 


CGTCATGACG 


ATCCCAGTCA 


3180 


GCGCTGGATT 


TTCGGAGAGG 


3240 


TGAGGATCTG 


GGCTATGTCC 


3300 


ACTTAAGAAC 


TACAGAAGGC 


3360 


CAAGAGGGAG 


TACCTCGTTG 


3420 


AAAAGAGCTG 


AAGGAGTGGA 


3480 


TGAAGTGGAC 


GAGTCGTTAG 


3540 


AAAGCAGAGG 


AATCCCAAAA 


3600 


TGAAGTGCTG 


GACGATATGG 


3660 


CAGGAACTAC 


GTTGAGATAC 


3720 


TGTCCTAGCG 


GAGAACAAGA 


3780 


GCTGGCCTTC 


CTTGAGGGGT 


3840 


GGCTCTCAAC 


GAAAAGCGAG 


3900 


GGTCTCTGCT 


GTAAAACTTG 


3960 


GCTCCCGTTC 


GTAAAGCTGG 


4020 


GGAAGTCCTG 


AGCGAGGTCT 


4080 


CAGGAAGATG 


GTCGAGGACG 


4140 


CATTGAGGGG 


GACGTAGTGC 


4200 


TTATGTCTAT 


GACCTGAGCG 


4260 



BNSDOCID: <. IP 
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(16) W7-2 9 8 8 7 9 

29 30 
TCGAGGACAA CGAGAACTTC CTCGTTGGCT TTGGGTTGGT CTATGCTCAC AACAGCTACT 4320 
ACGGTTACTA CGGCTATGCA AGGGCGCGCT GGTACTGCAA GGAGTGTGCA GAGAGCGTAA 4380 
CGGCCTGGGG AAGGGAGTAC ATAACGATGA CCATCAAGGA GATAGAGGAA AAGTACGGCT 4440 
TTAAGGTAAT CTACAGCGAC ACCGACGGAT TTTTTGCCAC AATACCTGGA GCCGATGCTG 4500 
AAACCGTCAA AAAGAAGGCT ATGGAGTTCC TCAACTATAT CAACGCCAAA CTTCCGGGCG 4560 
CGCTTGAGCT CGAGTACGAG GGCTTCTACA AACGCGGCTT CTTCGTCACG AAGAAGAAGT 4620 
ATGCGGTGAT AGACGACGAA GGCAAGATAA CAACGCGCGG ACTTGAGATT GTGAGGCGTG 4680 
ACTGGAGCGA GATAGCGAAA GAGACGCAGG CGAGGGTTCT TGAAGCTTTG CTAAAGGACG 4740 
GTGACGTCGA GAAGGCCGTG AGGATAGTCA AAGAAGTTAC CGAAAAGCTG AGCAAGTACG 4800 
AGGTTCCGCC GGAGAAGCTG GTGATCCACG AGCAGATAAC GAGGGATTTA AAGGACTACA 4860 
AGGCAACCGG TCCCCACGTT GCCGTTGCCA AGAGGTTGGC CGCGAGAGGA GTCAAAATAC 4920 
GCCCTGGAAC GGTGATAAGC TACATCGTGC TCAAGGGCTC TGGGAGGATA GGCGACAGGG 4980 
CGATACCGTT CGACGAGTTC GACCCGACGA AGCACAAGTA CGATGCCGAG TACTACATTG 5040 
AGAACCAGGT TCTCCCAGCC GTTGAGAGAA TTCTGAGAGC CTTCGGTTAC CGCAAGGAAG 5100 
ACCTGCGCTA CCAGAAGACG AGACAGGTTG GTTTGAGTGC TTGGCTGAAG CCGAAGGGAA 5160 
CTTGACCTTT CCATTTGTTT TCCAGCGGAT AACCCTTTAA CTTCCCTTTC AAAAACTCCC 5220 
TTTAGGGAAA GACCATGAAG ATAGAAATCC GGCGGCGCCC GGTTAAATAC GCTAGGATAG 5280 
AAGTGAAGCC AGACGGGAGG GTAGTCGTCA CTGCCCCGAG GGTTCAACGT TGAGAAGTT 5339 
[0 0 3 4] g£#J#*M * htf n>?— :Wm& 

mmoik* : 24 20 mmcr>mm : p^DNA 

mmwm : tm * 
mm 

GGATTAGTGC CAATGGAAGG CGAC 24 

mmo>ikn : 24 mmvwm : mdna 
mm 

GAGGGCGAAG TTTATTCCGA GCTT 24 

[0 0 3 6] m&m^6 *ft®ft:2 4tfi 

: 324 30 h n^>?— ; \&m#t 

mmom mt <dna> ★ mmvwm : c dna 

mm 

GGATTAGTGC CAATGGAAGG CGACGAGGAG CTGAAAATGC TCGCCTTCGA CATTCAAACT 60 

CTCTACCATG AGGGCGAGGA GTTCGCCGAG GGGCCAATCC TTATGATAAG CTACGCCGAC 120 

GAGGAAGGGG CCAGGGTGAT AACTTGGAAG AACGTGGATC TCCCCTACGT TGACGTCGTC 180 

TCGACGGAGA GGGAGATGAT AAAGCGCTTC CTCCGTGTTG TGAAGGAGAA AGACCCGGAC 240 

GTTCTCATAA CCTACAACGG CGACAACTTC GACTTCGCCT ATCTGAAAAA GCGCTGTGAA 300 

AAGCTCGGAA TAAACTTCGC CCTC 324 

[0 0 3 7] mmmn7 h^n^- : mnvt 

mmo&z : 108 40 mmvmm : #>/v?n 

mm 

Gly Leu Val Pro Met Glu Gly Asp Glu Glu Leu Lys Met Leu Ala Phe 

15 10 15 

Asp He Gin Thr Leu Tyr His Glu Gly Glu Glu Phe Ala Glu Gly Pro 

20 25 30 

He Leu Met He Ser Tyr Ala Asp Glu Glu Gly Ala Arg Val He Thr 

35 40 45 

Trp Lys Asn Val Asp Leu Pro Tyr Val Asp Val Val Ser Thr Glu Arg 
50 55 60 
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(17) #§§¥7-2 9 8 8 7 9 

31 32 
Glu Met He Lys Arg Phe Lea Arg Val Vat Lys Glu Lys Asp Pro Asp 
65 70 75 80 

Val Leu lie Thr lyr Aso Gly Asp Asn Phe Asp Phe Ala Tyr Leu Lys 

85 90 95 

Lys Arg Cys Glu Lys Leu Gly He Asn Phe Ala Leu 
100 105 

[003 83 mmm** *m<o&z 
mm<D&'$ : 42 mn&wm : ^dna 

GCCATCAAGA TCCTGGCAAA CAGCTACTAC GGTTACTACG GC 42 

[003 93 &&mn 9 *m<D®: : 1*^ 

mm<n&-$ : 32 mmowm : ^DNA 

mwom :m& <dna> ^ 

GATGGATCCA ACTTCTCAAC GTTGAACCCT CG 32 
[0 0 4 0] ££J$^ 1 0 : l*m 

mm&s : 46 wmomm : ^dna 

£#I<Z>9! : WK (DNA) ★ 

GAACATAGTG TACCTAGATT TTAGATCCCT GTACCCCTCA ATCATC 46 * 

[004 H wsmm* 1 1 *m<»& : i*«a 

mmv>M -.ma (dna> ^ 

GCCGTAGTAA CCGTAGTAGC TGTTTGCCAG CATCTTGATG GC 42 
[0 0 4 2] mW% 1 2 : 1*^ 

m&tomZ : 33 BUlom : MDNA 

mmom - mn <dna> ♦ 

ATCGATATCC TCGACACTGA CTACATAACC GAG 33 

[004 33 Efflm 1 3 *m<OWt : 1*« 

ffi«|®S^ : 46 WZ#\<DWm : ^f%D N A 
&M<tm:#M (DNA) * 

mm 

GATGATTGAG GGGTACAGGG ATCTAAUTC TAGGTACACT ATGTTC 46 

mm^mmummi [043 ira^iiiKODi^DNA4fj^7 

ESI] «UftA»a^^^-©tllf6BIS5K-r. -iaWtl»Itat)nft Pyrococcus furiosusfc 

[0 2] KOD 1 ftSfcWSftttDNAaieu^^-^^ *<OW«kttDN A#'J ^ ^-•«ft€T4j < fcOTheriDOC0cc 

fiate»*^*r«aacsii©^SETr*s. 40 us ntoranss^K^DNA^u^^-ifMeTa: 

[03] KOD 1 fc*WMH£DNAaJ?U*5-iflC<fc <Olfclfi[€^-r. 
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(18) 



#H¥7-2 9 8 8 7 9 
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(19) 



1fifRY7-2 9 8 8 7 9 



[02] 




1: pET-8c 

2: pET-poiaiVS-A.ilVS-B) JtRS 

3: pET-8c _t^* 

4: pET-8c _t 2 M& *5 

5: pET-pol(4|VS-A. 4IVS-B) ±_y£J> 

6: pET-poKAIVS-A, AIVS-B) _h)g* x 5 



(SDS-PAGEifc) 



[S3] 




1 = Vent # »J > ^ - tf (Thermococciw lfeoralis&>fc) 

2 : pET-poi(AIVS-A, AIVS-B)±a* 

3 r pET -pd[AIVS-A. A1VS-B)±2* X 5 

4 :pET-8ciS* 



DNA# !) ^ ^ — If b ^PCR(PoIymeraae 
Chain Reactk>n)iC<t *) IQIg^HfeDNAftfn 



[E34] 

Erol El OS Ewa Bl HI R3 BJ R4 R 5 

I ■ ■ i mmm mmmmmr 

M 

Pvnxwcva furiowsODNAsR V t 7 — t^iSte* (Pfti DNA polymerise) 

1 m n i mi 1 

Tbermaeocojs BtoraHsOTDNAitf U ^ 9— ^itfiS^ (Vcirt DNA polymerase) 

1 II r u WMmw^mmm 



(51) Int. CI. * ^JIH^ JTrtM#^ FI &ffi%i*ffi0r 

C12R 1:19) 
(C12N 1/21 
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BNSDOCID: <JP 407298879A I > 



(20) #H¥7-2 9 88 7 9 

C12R 1:19) 
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